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FIG. 3 
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FIG. 5 

1 cggtgcgtcc gggctagcgg cgaggggccg ccccaagtct tcccaccgcc gccaccttag 
61 cagcccgact tggggcctgg aaagtggagc acgcggaggt gggagggccc tgcacgcggc 
121 ccccggtggg gaaggggacg ggccagggat tcagactcgg gctctcccct caggatgcag 

fli q 



181 caccgaggct tcctcctcct caccctcctc gccctgctgg cgctcacctc cgcggtcgcc 
h r g f 1 1 1 t 1 1 all alt s a v a 

INRP1WWF1 ^ 

241 aaaaagaaag ataaggtgaa gaagggcggc ccggggagcg agtgcgctga gtgggcctgg 
kkk dkv kkgg pgs eca ewaw 

301 gggccctgca cccccagcag caaggattgc ggcgtgggtt tccgcgaggg cacctgcggg 
gpc tps skdc gvg fre gtcg 

361 gcccagaccc agcgcatccg gtgcagggtg ccctgcaact ggaagaagga gtttggagcc 
aqt qri rcrv pen wkk efga 

421 gaetgeaagt acaagtttga gaactggggt gcgtgtgatg ggggcacagg caccaaagtc 

dek ykf enwg acd ggt gtkv 

481 cgccaaggca ccctgaagaa ggcgcgctac aatgctcagt gecaggagae eatccgcgtc 
rqg tlk kary naq c.q e t i r v 

541 accaagccct gcacccccaa gaccaaagca aaggccaaag gtcagcgaaa ggagaagggg 

tkp ctp ktka kak gqr kekg 

601 gtggggctgt cgegggggge tgcccccccc cccccccgcc tgtgagggga caattccaag 
vgl srg aapp ppr.l 

661 ttaaacctta agttttgagt cctggccagt ggcttcctga catcgcctca cttggcttcc 

^ INRP1fWWR1 

721 ctgcctggaa aagtctgaag atgggcacta caagagaggc cgcaggtgat gctggggaca 
781 taaatcctcc ctggcccaaa tagggaccaa ctcaaactac tccattggag catctggctt 
841 aggac 

Position and sense of PCR primers ► 

In italics: predicted signal peptide 
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FIG. 6 

1 caggatgcag caccgaggct tcctcctcct caccctcctc gccctgctgg cgctcacctc 
m q h r g £ 11 1 t 1 1 all alt 

«1ftfi-F1 

61 cgcggtcgcc aaaaagaaag ataaggtgaa gaagggcggc ccggggagcg agtgcgctga 
s a v a k k k d k v k k g g p g s e c a 

121 gtgggcctgg gggccctgca cccccagcag caaggattgc ggcgtgggtt tccgcgaggg 
ewaw gpc tps skdc gvg fre 

181 cacctgcggg gcccagaccc agcgcatccg gtgcagggtg ccctgcaact ggaagaagga 
g t c g a q t q r i r c r v pen w k k 

241 gtttggagcc gaetgeaagt acaagtttga gaactggggt gcgtgtgatg ggggcacagg 
efga d c k ykf e. nwg acd g g t 

301 caccaaagtc cgccaaggca ccctgaagaa ggcgcgctac aatgctcagt gecaggagae 
gtkv rqg tlk kary naq cqe 

361 catccgcgtc accaagccct gcacccccaa gaccaaagca aaggccaaag gtcagegaaa. 
" tirv tkp ctp ktka kak gqr 

421 ggagaagggg gtggggctgt cgegggggge tgcccccccc cccccccgcc tgtgagggga 
kekg vgl srg aapp p. pr 1 

481 caattccaag ttaaacctta agttttgagt cctggccagt ggct tcctga catcgcctca 
541 cttggc 

Position and sense of PCR primers ► 
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FIG. 7 

MapofpCR4-TOPO-INSP106 



Molecule: 




pCR4-TOPO-INSP106, 4500 bps DNA Circular 
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FIG. 7(contd) 
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FIG. 8 



Map of pDONR 221 



Molecule: 




pDONR221, 4759 bps DNA Circular 


File Name: 


pDONR221.cm5 
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FIG. 9 

Map of expression vector pEAK12d 



Molecule : 
File Name: 



pEAK12 d, 8760 bps DNA Circular 
pEAK12DEST.cm5 



Description: Mammalian cell expression vector (plasmid ID 11345) 



Molecule Features: 
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FIG. 10 



Map of Expression vector pDEST12.2 

Molecule: pDEST 12.2, 7278 bps DNA Circular 

File Name: pDEST12-2 . cm5 



Description: Eukaryoric expression vector 
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FIG. 11 



Map of pDONR221-INSP106-6HIS 



Molecule: pDONR22HNSP106-6HIS-Vl, 3042 bps DNA Circular 

Type Start End Name Description 

REGION 295 268 C rmB T2 transcription termination sequence 

REGION 470 427 C rrnB Tl transcription termination sequence 

REGION 536 553 21M13 21M13 primer 

REGION 570 651 attLl 

GENE 677 1162 INSP106-6HIS-V1 

REGION 1177 1265 attL2 

REGION 1323 1307 C M13 R M13R primer 

GENE 1436 2245 Kan r 

GENE 2366 3039 pOC ori 
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FIG. 12 



Map of pEAK12d-!NSP106-6HIS 



Molecule: pEM12d-INSP106-6HIS-Vl, 7435 bps DNA Circular 
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FIG. 13 

Map of pDESTI 2.2-INSP106-6HIS 



Molecule: pDEST12.2-INSP106-6HIS-Vl, 6121 bps DMA Circular 
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